triggered completely different genetic programs. These data demonstrate that AKI is not a unique disease, but rather a heterogeneous syndrome, and that variations in gene expression may be key to understanding the governing mechanisms leading to AKI.
The most common genetic variation in humans is due to single nucleotide polymorphisms (SNPs), which occur when a single nucleotide is changed at a specific position within the genome. SNPs have been shown to be associated with susceptibility to a wide range of conditions. The first study to explore the association of potential genetic polymorphisms with sepsis-induced AKI using large-scale gene-centric genotyping was done by Frank and collaborators [6] . They identified five SNPs associated with AKI, three of which were in genes related to apoptotic pathways: SERPINA4, SERPINA5, and BCL2. Expression of these genes was associated with decreased risk of AKI with odds ratios of 0.55, 0.57, and 0.61 (p < 0.05), respectively. Three systematic reviews of the literature have addressed this question [7] [8] [9] , all reaching similar conclusions: despite finding several associations, the included studies were of low to moderate quality and were significantly heterogeneous, precluding any definitive conclusion.
In this issue of Critical Care, Vilander et al. [10] present an important study to the field. The authors conducted the study in 837 patients (without chronic kidney disease) with severe sepsis enrolled in the FIN-NAKI study. They found that only SNPs in the SER-PINA4 and SERPINA5 genes were associated with AKI KDIGO stages 2 and 3 in septic shock patients, but not patients with severe sepsis. This is key because it lends support to the notion that, even in the context of a similar originating insult (i.e., sepsis), susceptibility to AKI may be related to different mechanisms in different subgroups of patients. The study by Vilander et al. strengthens the findings by Frank et al. in a similar patient population, and lays the ground for future work to unveil the mechanistic underpinnings of these associations.
In conclusion, genetic variation in the form of SNPs or chromatin remodeling seems to have a fundamental role in conferring susceptibility to AKI. The thoughtprovoking work by Frank et al. and Vilander et al. has paved the way for mechanistic studies to further understand these interactions. However, it will be critical to avoid the mistake of considering AKI or sepsis as "single-gene" diseases and to embrace them as what they have always been, syndromes.
Abbreviations AKI: Acute kidney injury; SNP: Single nucleotide polymorphism; TEC: tubular epithelial cell
